FIGURE 1 



MOUSE B7x PROTEIN SEQUENCE 

MASLGQIIFWSIINIIIILAGAIALIIGFGISGKHFITVTTFTSAGNIGEDGTLSCTFEPDIKLNGIVIQWL 

KEGIKGLVHEFKEGKDDLSQQHEMFRGRTAVFADQWVGNASLRLKNVQLTDAGTYTCYIRTS 

KGKGNANLEYKTGAFSMPEiNVDYNASSESLRCEAPRWFPQPTVAWASQVDQGANFSEVSNT 

SFELNSENVTMKVVSVLYNVTINNTYSCMIENDIAKATGDIKVTDSEVKRRSQLQLLNSGPSPCV 

FSSAFAAGWALLSLSCCLMLR 



HUMAN B7x PROTEIN SEQUENCE 

MASLGQILFWSIISIIIILAGAIALIIGFGISGRHSITVTTVASAGNIGEDGILSCTFEPDIKLSDIVIQWLKEG 

VLGLVHEFKEGKDELSEQDEMFRGRTAVFADQVIVGNASLRLKNVQLTDAGTYKCYIITSKGKGNANL 

EYKTGAFSMPEVNVDYNASSETLRCEAPRWFPQPTWWASQVDQGANFSEVSNTSFELNSENVTM 

KVVSVLYNVTINNTYSCMIENDIAKATGDIKVTESEIKRRSHLQLLNSKASLCVSSFFAISWALLPLSPYL 
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FIGURE 2 



MOUSE B7x NUCLEIC ACID SEQUENCE 

ATGGCTT CCTT GGGGC AG AT CAT CTTTT GGAGT ATT ATT AAC AT CAT CAT C ATCCT GGCTGGGGC 
CATCGCACT CATCATT GGCTTT GGCATTT CAGGCAAGCACTT CAT CACGGT CACG ACCTT CACCT 
CAGCT GGAAAC ATT GGAGAGGACGGGACCCT GAGCTGC ACTTTT GAACCTGACAT CAAACT CAA 
CGGCAT CGT CAT CCAGT GGCT GAAAGAAGGCAT CAAAGGTTT GGT CCACGAGTT CAAAGAAGGC 
AAAGACG ACCT CT CACAGCAGC AT GAG AT GTT CAGAGGCCGCACAGCAGT GTTTGCT GAT CAGG 
TGGTAGTT GGCAAT GCTTCCCTGAGACT G AAAAACGT GCAGCT CACGGAT GCTGGCACCTACAC 
ATGTTACATCCGCACCTCAAAAGGCAAAGGGAATGCAAACCTAGAGTATAAGACCGGAGCCTTG 
AGTATGCCAGAGATAAATGTGGACTATAATGCCAGTTCAGAGAGTTTACGCTGCGAGGCTCCTC 
GGTGGTTCCCCCAGCCCACAGTGGCCTGGGCATCTCAAGTCGACCAAGGAGCCAACTTCTCAG 
AAGT CT CG AAC ACC AGCTTTG AG TT G AACT CT G AG AAT GT G ACCATG AAGGTCGTAT CTGTGCTC 
TACAATGTCACAATCAACAACACATACTCCTGTATGATTGAAAATGACATTGCCAAAGCCACTGG 
GGACATCAAAGTGACAGATTCAGAGGTCAAAAGGCGGAGTCAGCTGCAGCTGCTCAACTCCGG 
GCCTTCCCCGTGTGTTTTTTCTTCTGCCTTTGCGGCTGGCTGGGCGCTCCTATCTCTCTCCTGTT 
GCCT GAT GCT AAG AT G A 
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FIGURE 3 

HUMAN B7x NUCLEIC ACID SEQUENCE 

ATGGCTTCCCTGGGGCAGATCCTCTTCTGGAGCATAATTAGCATCATCATTATTCTGGCTGGAGC 

AATTGCACTCATCATTGGCTTTGGTATTTCAGGGAGACACTCCATCACAGTCACTACTGTCGCCT 

CAGCTGGGAACATTGGGGAGGATGGAATCCTGAGCTGCACTTTTGAACCTGACATCAAACTTTCT 

GATATCGTGATACAATGGCTGAAGGAAGGTGTTTTAGGCTTGGTCCATGAGTTCAAAGAAGGCAA 

AGATGAGCTGTCGGAGCAGGATGAAATGTTCAGAGGCCGGACAGCAGTGTTTGCTGATCAAGTG 

ATAGTTGGCAATGCCTCTTTGCGGCTGAAAAACGTGCAACTCACAGATGCTGGCACCTACAAATG 

TT AT AT CAT C ACTT CT AAAGGC AAGGGG AATGCT AACCTT G AGTATAAAACT GG AGCCTT C AGC A 

TGCpGGAAGTGAATGTGGACTATAATGCCAGCTCAGAGACCTTGCGGTGTGAGGCTCCCCGATG 

GTTCCCCCAGCCCACAGTGGTCTGGGCATCCCAAGTTGACCAGGGAGCCAACTTCTCGGAAGTC 

T CCAATACC AGCTTT GAGCT GAACT CT G AGAAT GT G ACCATG AAGGTT GT GTCT GTGCTCT ACAA 

TGTTACGATCAACAACACATACTCCTGTATGATTGAAAATGACATTGCCAAAGCAACAGGGGATA 

T CAAAGT G ACAG AAT CGG AGAT CAAAAGGCGGAGT CACCTAC AGCT GCT AAACT CAAAGGCTTC 

T CT GT GT GT CT CTT CTTT CTTT GCCAT C AGCTGGGC ACTT CT G CCT CT C AGCCCTT ACCT G ATGCT 

AAAATAA 
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FIGURE 4 
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FIGURE 6 




CD28, CTLA-4 





FIGURE 7 
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FIGURE 10 









FIGURE 11 




FIGURE 13A 
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FIGURE 13B 
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Relative fluorescence intensity 





FIGURE 16 






Anti-CD3 (ug/ml) 
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FIGURE 19 



mouse 

human 



BTLA 1 MKTVPAMLGTPRLFREFFIL « HLGLWS IL CEKATKRNDEE 
BTLA MKTLPAMLGTGKLFWVFFLIPYLDIWNI HGKES 



4 0 CEVQLNIKRNSKHSAWTGELFKIECPVKYCVHRPNVTWCK 
CDVQLYIKRQSEHSILAGDPFEIiECPVKYCANRPHVTWCK 

80 HNGTIWVPLEVGPQLYTSWEENRSVPVFVLHFKPIHLSDN 
LNGTTCVKLEDR • Q • • TSWKEEKNI SFFILHFEPVX.PNDN 

120 GSYSCSTNFNSQVINSHSVTIHVRERTQNSSEHPLITVSD 
GSYRCSANFQSNLIESHSTTLYVTDVKSAS • • • 

160 I PDATNASGPSTMEERPGRTW LLYTLLPLGALLLLL « ACV 
•••••• -ERPSKDEMAS-RPWLLYSLLPLGGLPLLITTCF 



199 CLLCFLKRIQGKEKKPSDLAGRDTNLVD I PAS S 

CLFCCLRRHQGKQNELSDTAGREINEVDAHLKSEQTEAST 



232 RTNHQALPSG 
RQNSQVLLSE 
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FIGURE 20 
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FIGURE 21 
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FIGURE 22 
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FIGURE 23 












FIGURE 24 




m.yc-IP whole cell lysate 








FIGURE 25 
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HUMAN BTLA PROTEIN SEQUENCE 



1 


mkt Ipamlgt 


51 


gdpf eleepv 


101 


hf epmlpndn 


151 


rpwl lysl lp 


201 


ahlkseqtea 


251 


nkpgivyas 1 



g k 1 f wv f f 1 i py 1 d i wn i hg 
kycanrphvt wcklngttcv 
gsyrcsanfq snlieshstt 
Igglpl 1 i. 1 1 wfclfcclrr 
strqnsqvl.1 seagiydndp 
nhsviglnsr larnvkeapt 



kescdvq ly i 
kledrqtswk 
lyvtdvkgas 
hqgkqnel sd 
die f rmqegs 
eyas ievrs 



k r q s e h s i 1 a 
eeknisffi 1 
erpskdevas 
tagrei n Ivd 
evcsnpc lee 



HUMAN BTLA NUCLEIC ACID SEQUENCE 



1 atgaagacat tgcctgccat 
61 ccatatctgg acatctggaa 
121 aagagaeaat ctgaacactc 
181 aa'atactgtg etaaeaggee 
241 aaaettgaag atagacaaac 
301 cattttgaac caatgcttcc 
361 tetaatetea ttgaaagcea 
421 gaacgaccct ceaaggacga 
481 ttggggggat tgcctetact 
541 caccaaggaa ageaaaatga 
601 gctcacctta agagegagea 
661 teagaagetg gaat ttatga 
721 gaagtttgtt c taatccatg 
781 aaccattctg tcattggact 
841 ■ gaatatgeat ccatatgtgt 



gcttggaact 

catccatggg 

catcttagca 

tcatgtgact 

aagttggaag 

taatgacaat 

ctcaacaact 

agtggcaage 

catcactacc 

actctctgac 

aaeagaagea 

taatgaecct 

cetggaagaa 

gaactcaaga 

gaggagttaa 



gggaaattat 
aaagaatcat 
ggagatccct 
tggtgcaagc 
gaagagaaga 
gg 9 tcatacc 
ett tatgtga 
agaccctggc 
tggttctgcc 
acagcaggaa 
agcaccaggc 
gacc t ttgtt 
aacaaaccag 
ctggcaagaa 



t t tgggtct t 
gtgatgtaca 
t tgaactaga 
tcaatggaac 
acat ttcatt 
gctgttctgc 
cagatgtaaa 
tcctgtatag 
tgttctgetg 
gggaaattaa 
aaaattccca 
teaggatgea 
gcattgt t ta 
atgtaaaaga 



ettettaat c 
get t-ta tata 
atgccctgtg 
aacatgtgta 
tttcattcta 
aaattttcag 
aggtgcctca 
t t taettect 
cctgagaagg 
tctggttgat 
agtactgcta 
ggaagggtct 
tgcttcectg 
agcaccaaca 



FIGURE 28 




MOUSE BTLA PROTEIN SEQUENCE 



1 mktvpam'lgt prlfreffil 
61 kiecpvkycv hrpnvtwckh 
121 syscstnfns qvinshsvti 
181 llytllplga lllllacvcl 
24 1 gtgiydndpw ssmqdeselt 
301 sicyrs 



hlglws i Ice 
ngti wvpl ev 
hvrertqnss 
lcflkriqgk 
is Iqsernnq 



katkrndeec 
gpqly tswee 
ehpl i t vsdi 
ekkpsdlagr 
givyasl nhc 



evqln i krns 
nrsvpvf vlh 
pdatnasgps 
dtnlvdipas 
vigrnprqen 



khsawtgel f 
f kpih lsdng 
time e r pgr tw 
srtnhqalps 
nmqeapteya 



1 atgaagacag 
61 catctgggcc 
121 gaagtgcaac 
181 aaaattgaat 
241 aatggaacaa 
301 aatcgatcag 
361 tcgtatagct 
421 catgtgagag 
481 ccagatgcca 
541 ctgctttaca 
601 ctctgcfcttc 
661 gacactaacc 
721 ggaactggaa 
781 attagcttgc 
841 gttattggaa 
901 tccatttgtg 



MOUSE BTLA NUCLEIC ACID SEQUENCE 



tgcctgccat 
tctggagcat 
t taatattaa 
gtcctgtgaa 
tctgggtacc 
ttccggtttt 
gttctacaaa 
aaaggactca 
ccaatgcctc 
ccttgcttcc 
tgaaaaggat 
tggttgatat 
t ttatgataa 
aatcagagag 
ggaatccaag 
tgagaagt ta 



gcttgggact 
cctt tgtgag 
gaggaat tcc 
atactgtgtt 
ccttgaagtt 
tgttctccat 
cttcaattct 
aaactcttca 
aggaccatce 
t t tgggggca 
ccaagggaaa 
tccagccagt 
tgatccctgg 
aaacaaccag 
acaggaaaac 
a 



cctcggttat 
aaagctacta 
aaacact ctg 
catagaccta 
ggtcctcagc 
tttaaaccaa 
caagttatta 
gaacacccac 
accatggaag 
t tgct tctgc 
gaaaagaagc 
tccaggacaa 
tctagcatgc 
ggcat tgttt 
aacatgcagg 



t tagggaatt 
agaggaatga 
cctggacagg 
atgtgacttg 
tatacactag 
tacatctcag 
atagccattc 
taataacagt 
agaggccagg 
tcct tgcctg 
cttctgactt 
atcaccaagc 
aggatgaatc 
atgcttcttt 
aggcacccac 



cttcatcctc 
tgaagagtg t 
agagttatt t 
gtgtaagcac 
t tgggaagaa 
tgataacggg 
agtaaccatc 
atctgacatc 
caggacttgg 
tgtctgcctg 
ggcaggaagg 
actgccatca 
tgaattgaca 
gaaccattgt 
agaata tgca 
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129 SvJ 
MRL/lpr (be) 
C57BI/6 
Balb/c 
SWR 
NZB/BinJ 
NOD 
MRL/lpr 
DBA/2J 
C3H/J 
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Celera old 
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129 SvJ 
MRL/lpr (be) 
C57BI/6 
Balb/c 
SWR 
NZB/BinJ 
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Section 1 

(1)1 10 20 30 40 57 

( 1 ) G A T G A A G A G T G T G A A G T G C A A C T T A AT A T T A A G A G G A A T T C C A A A C A C T C T G C C T G G 
( 1 ) G A T G A A G A G T G T.G A A G T G C A A C T T A A T A T T A A G A G G A A T T C C A A A C A CT C T G C C T G G 
( 1 ) G A 7 G A g A G T G 7 C C A. 7 1 G C. A A C I i AC i A I 1. A. C G A. G A A 7 V C C. A A. A 7 m G 7 G I 1 G C. C A G G 
(1 ) G A T G A A G A G T G T G A A G T G C A A C T T A A T A TT A A G A G G A AT T C C A A A C A G T C T G C C T G G 
( 1 ) G A T G A A G A G T G T G A A G T G C A ACTT A A T A T T A A G A G G A A T 1 ' C C A A A C ACT C T G C C T G G 
( 1 ) G A T G A A G A G T G T G A A G T G C A A C T T A AT A T T A A G A G G A A T T C C A A A C A G T C T G C C T G G 
( 1 ) G A T G A A G A C T G T G A A G T G C A A C T T A A T A T T A A G A G G A A T T C C A A A C A G ? C T G C C T G G 
(1) GA7GAAGAGTGTGAAGTGCAACTTAATATTAAGAGGAATTCCAAACAGTCTGCCTGG 
( 1 ) G A T G A A G A G T G T G AA G T G C A A C T T A AT A 1’ T A A G A G ti A A T T C C A A A C A G T C T G C C T G G 
(1) GATGAAGAGTGTGAAGTGCAAC TTA'fTATTAAGAGGAATTCCAAACACTCTGCCTGG 
( 1 ) G A T G A A G A G T G T G A A G T G C A A C T T A A TAT T A A G A G G A A T T C C A A A C A C T C T G C C T G G 
( 1 ) GAT G A A G A G T G T G A A G T G C A A C T T A A T A T T A AG A G G A A T T C C A A A C A C T C T G C C T G G 
( 1 ) G A T G AAGAGTGTG A A G TGCA A C T T A AY A T T A AG A G G A A T T CCA A A C A CT C T G C C T G G 

(i) gatgaagagtgtGaagtccaacttaatattaacaggaattccaaacaGtctgcctgc 

(1) GATGAAGAGTGTCCAGTGCAACTTACTATTACGAGGAATTCCAAACAGTCTGCCAGG 
(1 ) G A T G A A G A G T G T G A A GTGCA AC. T T A AT A T T A A G A G G A A T T C C A A A C A CT C T G C C TG G 
(1) GATGAAGAGTGTGAAGTGCAACTTAATATTAAGAGGAATTCCAAACACTCTGCCTGG 

Section 2 

(58 ) 58 ,70 80 90 ,100 ; 114 

(58) A C A G G A G A G T T A T T T A A A A T tSa A T G T C C T G T G A A A T A C T G T G T T C AT A G A C C T^A T 

(58) acaggagagttatttaaaatt'gaatgtcctgtgaaatactgtgttcat.agacctcat 
(58) acaggagagttatttaaaattcaatgtcctgtgaaatactgtgttcatagacctaAt 

(58) AC A GG AG A GTT ATT T A A A ATT]GA A TGT C C TGT G AA AT ACTGTGT TC AT AG ACCTA:A T 
(58) ACAGGAGAGTTATTTAAAATT'qAATGTCCTGTGAAATACTGTGTTCATAGACCTCAT 
(58) ACAGGAGAGTTATTTAAAATT’pAATGTCCTGTGAAATACTGTGTTCATAGACCTA'AT 
(58) AC A G G A G A G T T A T T T A A A A T T p’ A A T G T C CTGTGA A ATACTG T GTTC A T A GACCT A A T 
(58) A C A G G A G A G T T ATTT A A A A T TG A A T G T C C T G T G A A ATACTG T G T T C A TAGACC T C A T 
(58) A C A G G A G A G T T A T T T A A A A T TG A A T G T C C T G T G A; A A T A C T G T G T T C AT A G ACC T C A T 
(58) ACAGGAGAGTTAT T T A A A A T T J3 A A 7 G T C C T G T G A A ATACTG T G T T C A T A GACCT A A T 
( 58 ) A C A G G A G A G T TAT T T AAA ATTG AATG T C C T G T G A A A T A C T G T G T T C A T A G A C C T A A T 

(58) acaggagagttatttaaaattSaatgtcctgtgaaatactgtgttcatagacctaat 
(58) acaggagagttatttaaaattgaatgtcctgtgaaatactgtgttcatagacctaat 

( 58 ) A C A G G A G A GTT A TT T A A A ATT G‘ AATG T C C T G T G G A A T A C T G T G T T C A T A G A C C T C A T 
( 58 ) AC A G G A G A G T T A T T T A A A ATTC A A T G T C C T G T G A A A T A C T G T G T T C A T A G A CCTA A T 
(58) A C A G G A G A G T T A T T T A A A A TTG A A T G T C C T G T G G A A T A C T G T G T T C A T A G A CCTC A T 
(58) ACAGGAGAGTTATTTAAAATTGAATGTCCTGTGAAATACTGTGTTCATAGACCTAAT 
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G T G A C T ! G G T 6 T AAGCACAA T G G A h A A A 
G T G A C T T G G T G T A A G C A C A A T G G A A C A A 
G ? G A C T 7 G G T G T A A G C A C A A T G G A A C A A 
G T G A C T 'l 1 G G T G T A A G C A C A A T G G A A C A A 
G I ij A G f. I G >. j r *. ) V A i\ Cj L- A C A A i A /\ A 
G 7 G A C ') ‘ 1 1‘ G G T G T A A G C A C A A T G G A A C A A 



G T G A C T 7 G G T G T A A G C A C A A T G G A A C . 

G T G A C T T G G T G T A A G C A C A A T G G A A C A A T C T G G.G T A C C C C T ‘I' G A AG T T G G g C C T C A G 
GTGACTTGGTGTAAGCACAAT GG A AC A ATCTG^G TACCCCT TGAAGT T GG%C C TC A G 
G T G A C T T G G T G T A A G C A C A A T G G A A C A A T C T G GG T A C C C C T T G A A G T T GG TC C T C A G 

gtgactt ggtgtaagcacaatggaacaatctgg:qtaccccttga-Agtt s G;gtcctcag 

GTGACT TGGTGTAAGCACAATGGAACA AT CTGCG TACCCCT T G A AG T T §G T C C T C A G 
G T G A C T T G G T G T A A GCAC A A T G G A A C A A T C T G T G T A 0 C C C T T G A GG T T A G C C C T C A G 
GTGACTT GGTGTAAGCACAATGGA AC AAT C T G§G T A C C C C T T G A AG T T GGT;C C T G A G 
GTGACTTGGTGT AAGCACAATGGAACAATCTGGGTACCCCTTGAAGTTGGTCCTCAG 

Section 4 

172 180 49 0 ,200 _ . 210 _ _ 228 

C T A T A C A C T A G T T G G G A A G A A A A T C G A T C A G T T C C G G X T T T TGTTCTCCA|TTTAAA 

ctatacactagttgggaagaaaatcgatcagttccggtttttgttctcca|;tttaaa 

CTATACACTAGTTGGGAAGAAAATCAATCAGT TCCGGTTTTTGTTCTCC ACTTTAA A 
CTATACACTAGTTGGGAAGAAAATC.GATCAGTTCCGGTTTTTGTTCTCCAT«TTTAAA 
CT AT AC ACT AGTTGGG A AGAAAAT CGATC AG T TCCGGTTTTTGTTCTCC ACTTTAA A 
CTATACACTAGTTGGGAAGA A A AT CGATC AGTTCCGGTTTTTGTTCTCCA^TTTAAA 
C T ATAC AC T AGTTGGG AAG AAA AT CGATC AG? TCCGGTTTTTGTTCTCC aI'PTT AAA 
C T A T A C A C T A GTTGGGAAGA A A A TCG A T C A G T T C C G G T T T T T G T T C T C C A ? T T T A A A 
C T A T A C A C T A G T TGGG A A G A A A A T CGA T C A G T ‘I CCGG T T T T T G T T C T C C A T;T T T A A A 
C T A T A C A C T A G T T G G G A A G A A A A T C G A T C A G T TCCG G T T T T T G T T C T C C A T T T T A A A 
C TATA CACTAGTTGGGA AGAAAAT CGATC AG TTCCGGTTTT TGTTCTCC AiTTT A A A 
C T A 7 A C A C T AGTTGG G A A G A A h A T C G A T C A G T T C C G G T T T T T G T T C 7 C C A f'T T T A A A 
CTAT A C A C T A GTTGG G A A G A A A A TCGA T C A G T T C C GGTT T T T G TTCTCCA JtTTAA A 
CTATAC A C T A G TTGGGAAG A A A A T C G A T C A G T T C C G G T T T T T G T T C T C C A fif 7 TTAA A 
C T A T A C A C T A G T T G G G A A G A A A A T C A A T C A G T T C C G G T T T T T G ? T C T C C AC T T T A A A 
C T A T A C A C T A GTTGGG A A G A A A A TCG AT C A G T T C C G G T T T T T G T T C T C C A fjT T T A A A 
C T A T A C A C T A G T T G G G A A G A A A A T C G A T C A G T T C C G G T TTTTGTTCTCCATTTTAAA 
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T C T A C A A A C T T C A A T T C T C A A 

C T A C A A A C T T C A A T T CTC A A 



C C A A T A C A T C T C A G T G A T A A GG G G T C G T A T A G C T G T 
C C A A T A C A T C T C A G T G A T A A T G G G T C G T A T A G C T G T T C T A C A A A C T T C A A 7 T C T C A A 
C C 7\ A T A CATCTCAGTG A T A A 6 G G G T C G T A T A GCTGTTCT A C A A A C T T C A ATT C T C A A 
CCA AT ACATCTC AG T GAT AACGGGTCGTAT AG CTGTTCTACAA ACT TCAATTCTCAA 
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(286 ) 286 gOO ,3 10 322 

1 29 SvJ (286) G T T A T T A A T AGCCA T T C A G T A A C C A T CCA T G T G AG; A G 
MRL/lpr (be) (286) GTT ATT A AT AGCCATTC AGTAACC ATCCATGTG AG AG 
C 57 BI/6 (286) GTT ATT A AT AGCCATTC AGTAACC ATCCATGTG AC AG 
Balb/c (286) GTT ATT A AT AGCCAT TC AGTAACC ATCCATGTG AgAG 
SWR (286) GTTATTA AT AGCCATTC AGTAACC ATCCATGTG AG; AG 
NZB/BinJ (286) GTT ATT AAT AGCCATTC AGTAACC ATCCATGTG AGAG 
NOD (286) GTT ATT A AT AGCCATTC AGTAACC ATCCATGTG AgAG 
MRL/lpr (286) G T TAT T A A T AG CCATTCAG T A A C CATC C A T G T GAG; A G 
DBA/2J (286) G T T A T T A A T AGCCAT T C A G T A A C C A T C C A T G T G AG’ A G 
C3H/J (286) G T T A T T A A T AGCCAT T C A G T AACC A T C C A T G T G AG, A G 
129SvEv (286) GTT ATT A AT AGCCAT TC AGTAACC ATCCATGTG AG AG 
SJL.J (286) G T T A T T A A TAGCCA ? T CAG T A A C C A T C C A T G 1* G AG. A G 
Celera old (286) GTT ATT A AT AGCC ATTCAGTA ACC ATCCATGTG AgAG 
WEHI 2 old (286) GTT ATT A AT AGCC ATTCAGTA ACC ATCCATGTG AGAG 
BI/6 old (286) GT 7 A T T A A T A G C C A 7 7 C A G T A A C C A T C C A 7 G 7 G A C A G 
WEHI 1 old (286) GTTATT A AT AGCCATTC AGTAACC ATCCATGTG A.G AG 
Consensus (286) G T V A T T A A T A G C C A T TCAGTAACCATCCATG T G A G A G 
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